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Permutation-valued Markov processes provide a convenient way to describe the genealogical 
structure of certain population models that allow immigration or mutation. Distinct cycles of the 
permutation correspond to binary branching trees that describe relationships among members of 
a particular family (or copies of an allele in the genetics setting), and the ordering of the cycles 
corresponds to families (or alleles) in the order of their appearance in the population. Building 
on the simple combinatorial structure of the Yule process with immigration, we describe the 
tree-valued processes that arise from linear birth and death processes and a population genetics 
model of Moran. This approach simplifies and explains much of the combinatorial structure of 
such processes, and relates genealogical (or time-reversed) processes with those running forward 
in time. 
infinite alleles models * random permutations * genealogy 
1. Introduction 
In this paper we study several permutation-valued processes that describe the familial 
and mutational structure of some classical models from population genetics and 
population growth. The recent work of Kingman (1982a, b) has made it abundantly 
clear that explicit study of the genealogy of individuals provides a natural and 
powerful way to study many types of population genetic process. In simple terms, 
the method involves sampling from the population at a given time, and then tracing 
back its ancestry to time zero. The effects of mutation are then superimposed on 
this structure. This technique is essentially retrospective. In contrast, in our approach 
the state-space of the process is extended to include ancestral and mutational 
relationships; the process drags its history along with it into the future. This idea 
leads to simple, direct methods for calculating many quantities of interest for such 
processes. 
The results in the following sections were motivated by earlier work of Joyce and 
Tavare (1987), who studied a permutation-valued formulation of the classical linear 
birth process with immigration. To fix the terminology and the ideas, we will describe 
this representation below. We begin, however, by giving our notation for permuta- 
tions. 
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A permutation of the first n integers is a one-to-one onto function from the set 
{1,2, * f ., n} to itself. We denote by S,, the set of such permutations. We will typically 
write a permutation p E S, as an ordered product of cycles in the following way: If 
p=c,c,.* . ck, then c, is the cycle containing the integer 1, c2 contains the smallest 
integer not in c, and so on. For consistency with Joyce and TavarC (1987), we will 
find it convenient to read permutations from right to left. For example, p = (5 3 2 4 1) 
is interpreted as the permutation 1+4+ 2+ 3+ 5+ 1, so that p(l) =4, p(2) = 3, 
p(3) = 5, p(4) = 2, p(5) = 1. If p and q E S, then the composition pq of p and q is 
defined by pq(l) =p(q(l)), so that we are also composing permutations from right 
to left. Let p, q E S,. We say that p is conjugate to q in S, if there exists a permutation 
SE& such that p=sqs-l. The partition of a permutation p E S, is a vector 
(a,,%,..*, a,) where C:=, iai = n and a, is the number of cycles in p containing i 
elements. Conjugacy is an equivalence relation; two permutations are in the same 
conjugacy equivalence class if they have the same partition. It will sometimes be 
convenient not to display the singleton cycles (for example the permutation 
(5 3 l)(2)(4) might be written (5 3 l)), and we will sometimes write p(k) =pk. 
The Yule (or linear birth) process with immigration may be represented as a 
permutation-valued Markov process {n(f), r 2 0). Informally, suppose that the 
population at time t has m - 1 members in k families, and that n(t) = clcz * * . ck E 
S,,_, . The next individual, m, that appears in the process is either an immigrant, in 
which case the set state is c, . . . ck(m), or it is an offspring of the existing individual 
labelled j. In this case, the new state is formed by inserting the integer m in the 
cycle in which j belongs, immediately to the left of j. This state-space of permutations 
provides complete details of the family relationships through which the process has 
passed. 
The jump-chain of n(.) is a Markov chain {fi,,,, m = 0, 1,2,. . .} on S = lJy&, 
with fiO = (0), the permutation of no elements. When the birth-rate is 1 and the 
immigration rate is 8,, the jump-chain evolves as follows. Let {Y, , Y2, . . .} be a 
sequence of independent random variables, such that Y,,, is &,-valued and is 
concentrated on transpositions (cycles of length 2). Let 1, be the identity in S,, 
and let im:S,,,+Sm+, be in the inclusion map i,,,(p)=c,c,*--ck(rn+l) if p= 
c,cz ’ ’ ’ ck. Let Y, = I, and for m > 1, let Y,,, be distributed as: 
P[Y,,,=(mk)]=l/(m-l+fI) if lck<m, 
P[ Y, = Im] = i3/(m - 1+ 0). 
Then { fim, m = 1,2, . . .} is generated by: 
IT, = I, ) 
I?,+, = i,(l?,) Y,,, , m = 2,3,. . . . 
(1) 
Multiplying the permutation I?;, on the right by the transposition Y,,,+l puts the 
next individual into the process in just the right way. 
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It will be convenient to let IpI denote the number of cycles in the permutation p, 
and we define xc,,,, = x(x + 1) . * 1 (x+m-1). We will need the distribution of Z?,,, 
which is given in Joyce and TavarC (1987): 
. 
n17, =pl= ok/%, if p E S, and IpI = k. 
This result provides an alternative method for studying the Ewens Sampling 
Formula (Ewens, 1972), and properties of certain urn models that arise in the study 
of neutral mutation in population genetics theory (Donnelly, 1986; Hoppe, 1987). 
A beautiful review of the interplay between these ideas appears in Ewens (1990). 
In this paper, we extend the range of applicability of these ideas to several other 
models. In Sections 2 and 3, we describe a permutation-valued version of the 
infinitely-many-neutral-alleles Moran model, and derive in Section 4 a basic property 
of genealogical trees sampled from such a process. Section 5 studies the case of no 
mutation and relates the results to the coalescent (Kingman, 1982a, b). In Sections 
6 and 7 we study corresponding properties of the linear birth-and-death process, 
both with and without immigration. 
2. An S,-valued Moran model 
In Section 1 we saw that a permutation of length n describes the entire family 
history of the first n individuals in a birth with immigration process. A graphical 
representation of this family history may be described by a collection of family 
trees. Each time a birth occurs a branch is added to the branch of the parent. Each 
time an immigration occurs a new tree is started. Each permutation p gives rise to 
a unique set of trees. Figure 1 shows the tree associated with the permutation 
p = (5 3 1)(4 2). 
We use the convention that when a birth occurs and a branch of the tree splits 
into two, the branch to the left is that of the child and the one to the right is the 
branch of the parent; compare Fig. 1. Although the time scale is removed we still 
have the relative order in which the individuals arose in the popuation. One can 
r-d ri 
5 3 1 4 2 
Fig. 1. Trees for birth with immigration. 
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therefore view the collection of trees associated with an n-permutation as a descrip- 
tion of the genealogy of n individuals. 
We may use an analogous idea to describe the genealogical and mutational 
structure of the infinitely-many neutral alleles Moran model in continuous time. 
The original version of this process may be described as follows (see Moran, 1958; 
Kelly, 1979). Individuals die at rate p, and when a death occurs an individual, 
chosen at random from amongst the remaining n - 1 individuals, gives birth. The 
offspring is of the same type as his parent with probability 1 - u and is a mutant 
with probability u. Since the transitions in this process occur at the points of Poisson 
process with rate n,u, the stationary distribution of the process is the same as that 
of its jump chain. For this reason we will concentrate on the embedded discrete-time 
version of the model, in which generation k+ 1 is determined from generation k in 
the following way: the population has n individuals, from which one is chosen at 
random to die. A new individual is then born to one of the remaining n - 1 
individuals. The individual is of the same type as his parent with probability 1 - u 
and is a mutant with probability u. The infinitely-many alleles assumption means 
that when a mutation occurs the mutant individual is a novel type that has not 
previously existed in the population. 
The state space of the jump-chain will be S,, and a sample path of the process 
will be a collection of permutations p, , p2, . . . , a permutation pk E S, representing 
the history of the n individuals alive at time k. For instance, if n = 5 the permutation 
(531)(42) is interpreted the following way: The oldest allele is represented by three 
individuals, the second oldest by two, and the second oldest allele arose before the 
line of descent of the first type split; see Fig. 1 again. 
We use the same convention for labelling the individuals on the tree as we did 
in the birth-with-immigration process but we interpret trees differently. In the birth 
process case the individual labelled 1 was the oldest individual in the population. 
In the present setting the individual labelled 1 need not be the oldest individual in 
the population, but he is a direct descendent of the oldest mutant. 
The permutation-valued Moran model may be viewed as follows: When an 
individual dies remove his branch from the tree, relabel all the individuals so that 
the new tree (with one less branch) is consistent with our permutation description, 
and is described by a permutation of the first n - 1 integers. Then split one of the 
remaining branches in two or start a new tree. This is done by placing integer n to 
the left of his parent or in a cycle by itself to the right. Each branch is equally likely 
to be removed and with probability u the new branch is a mutant (which starts its 
own tree) or with probability (1 - U) the new branch is added to one of the remaining 
trees. The following examples may be instructive. 
Example 1. The tree corresponding to p = (5 3 1)(4 2) appears in Fig. 1. If individual 
4 is chosen to die, the resulting tree with the branch associated with 4 missing is 
given in Fig. 2(a). We now relabel the branches in a way that is consistent with the 
permutation process, giving us the permutation (4 3 l)(2); see Fig. 2(b). Notice that 
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a) 
r-l- 
b) 
4 3 1 2 
Fig. 2. Trees after a death I. 
the label of individual 5 changes to 4. Suppose that the newborn individual is the 
nonmutant offspring of the individual currently labelled 1. We then place 5 to the 
left of 1. The new permutation is (4 3 5 l)(2), and its tree is given by Fig. 3. In 
summary, if individual 4 dies and individual 1 has a non-mutant offspring, then the 
permutation (5 3 1)(4 2) becomes (4 3 5 l)(2). 
Example 2. Again suppose that p = (5 3 1)(4 2), but now assume that individual 1 
dies. The tree with branch 1 removed and after relabelling appears in Fig. 4. Notice 
4 3 5 1 2 
Fig. 3. Trees after a birth I 
4 1 3 2 
Fig. 4. Trees after a death II. 
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5 4 1 3 2 
Fig. 5. Trees after a birth 11. 
that all individuals labelled 3 and above in Fig. 1 have their labels changed. Suppose 
that the individual now labelled 4 has an offspring. The new tree is given by Fig. 
5. The permutation (5 3 1)(4 2) has become (5 4 1)(3 2). 
3. Results for the Moran model 
We can now describe the structure of the model in detail. We use conjugation to 
relabel a population described by a permutation. Conjugation will leave the family 
sizes the same but will change the labels of the individuals. Recall that each individual 
is represented by a branch on a tree, such a branch being either a ‘left branch’ or 
a ‘right branch’. When a birth occurs and the tree splits by convention we make the 
branch to the left that of the child and the branch to the right that of the parent. 
Thus right branches have smaller labels than their corresponding left branches; 
compare Examples 1 and 2. If a left branch with label k is removed, then we rotate 
the labels from k to n, so that label n becomes n - 1, n - 1 becomes n - 2,. . . , k + 1 
becomes k, and k becomes M. Define sk E S, by 
S~=(PI n-l ... k+l k). 
Then s;‘==(k+l k+2 *. * n - 1 n k) and sklp.sk will relabel p in the way that 
was described above. For example if p = (3 5 1)(4 2), sj = (5 4 3) then ST’ = (4 5 3) 
and s;‘ps3 = (5 4 1)(3 2). 
Now suppose a right branch with label k is removed from p E S,. In order to be 
consistent with the previous conventions, we rotate the labels from pk up to n, so 
that n becomes n - 1,. . . , pk becomes n. The resulting permutation is s~~psPA. 
The individual that dies is replaced by a new individuai who always takes the 
last label, n. To achieve this, define fi: S, -+ S,, by 
n^(P) =(np,)p. (3) 
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6 removes the nth integer from the permutation p and places it in a singleton cycle 
by itself. For example if n = 5 and p = (5 2 1)(4 3), then h(p) = (5 1)(5 2 1)(4 3) = 
(2 1)(4 3)(5) = (2 1)(4 3). It is clear that 
n^(P) = (np,)p =p(nK’(n)). 
Define hk : S, + S, by 
(4) 
h,(p)=n^(s;‘ps,), where r=max{k,p,}. 
The permutation hk(p) arises from p after relabelling following the death of 
individual k. 
Suppose first that k >pk. After relabelling, n +pk in si’psk, implying that 
n^(s;‘psk) = (np,)s;‘psk by (3). If k <pk then k-, n in s;;psPl, SO by (4), n^(s,-,‘ps,,) = 
s,-,‘ps,,(k n). Hence an alternative way of writing hk is the following: 
Pk < k 
Pk ’ k, (5) 
pk = k. 
Example 3. Let p = (5 3 1)(4 2). If k = 4 then h4( p) = (4 3 1) and we see from Example 
1 that h4(p) is exactly the tree one gets by removing the branch labelled 4. 
Example 4. Let p = (5 3 1)(4 2) and k = 1. Then h,(p) = (4 1)(3 2), and we see from 
Example 2 that h,(p) is exactly the tree one gets from removing the branch labelled 
1, after relabelling. 
Now we are ready to describe the Moran model using permutations. Let 2,) Z,, . . . 
be independent and identically distributed random variables having a uniform 
distribution on {1,2, . . . , n}, with 
P[Z,,,=k]=n-‘, k=l,..., n. 
Define 
ep-l)u 
l-u ’ 
andlet Yi, Y2,.. . be independent and identically distributed random permutations 
on S, having distribution 
P[Y,,,=(nk)]=l/(n-l+O), k=l,...,n-1, 
(6) 
P[Y,=(nn)]=u=8/(n-l+e). 
Notice that Y, concentrates on transpositions. Suppose further that the Y,,,‘s are 
independent of the 2,‘s. The process of interest is defined as follows: 
X,=h,(X,_,)Y,, m=1,2 ).... (7) 
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2, is the individual chosen at random to die, and hzm4(X,_,) is the relabelling after 
the death. Multiplying by I’, = (n k) on the right inserts the new individual to the 
left of his parent if k < n (so he is not a mutant), and inserts the new individual in 
a cycle on his own if k = n, corresponding to the new-born individual being a mutant. 
Clearly {X,,,, m 30) is a homogeneous Markov chain on S,,, and we note that if 
0 > 0 then the process is irreducible. The transition probabilities are given by 
Rpq = P[Xn = q IX-, =PI = P[~z,,,(P) = n^(q)lP[ Ym = (w)l. (8) 
Let us define 
Dpq = #{k: h,(p) = G(q)}. 
Since the Z,,,‘s are uniform on { 1, . . . , n} we have 
f’[h.zm(~) = n^(q)l= Dpqln. (9) 
The evaluation of certain sums of the D,, is crucial in what follows. In particular, 
it can be shown that 
and 
c 
IP: IPI=l%s)l) 
DP4 = n. (11) 
The proofs of these two results, which are of a technical nature, are given in the 
appendix. With these results in hand, we can calculate the stationary measure of 
the chain. 
Theorem 1. If X, , X2, . . . is a Markov chain on S, de$ned by 
Xn=hz,,3(X-,)Ym, m=l,L..., 
where hk is defined in (5), the Zi are independent and identically distributed random 
variables, uniform on {1,2, . . . , n}, independent of the Yi, which are themselves 
independent with distribution given by (6), and 0 > 0, then the stationary distribution 
r4 = P[X,,, = q] is given by 
Proof. Assume that rq = f3”/0,,, whenever 141 = k. There are two cases to consider. 
The first case arises when q ends with a singleton cycle, that is n + n in q or fi( q) = q. 
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In this case the only way to make a transition from p to q is if the offspring is a 
mutant. Thus for If!(q)1 = lq[= k we have 
c rJJ%? = ,,,;_, rJ&q + ,Ptk r&q 
P 
= 
c 
8 ek-l Dp4 
Ipl=k__l e(,) n n-1+8 
(pl=kt$,) n n-l+6 
(from (6) and (8)) 
ek 1 
=- 
e(,) n(n - 1-k o) 
c DPq+e,p;kDP4 Ipl=k-1 1 
ek 1 
=- 
BCnj n(n - 1+ 0) 
[n2-n+nO] (from (10) and (11)) 
= ek/e,,, = rq. 
The second case arises when In^( q)l = 191 + 1 = k + 1. In this case we have 
c rPRPrl = , p; k r,%, + c rPRPQ 
P Ipl=k+l 
=~p~k~% n-:+8 
kfl 
+ c 
0 DP4 1 
Ipl=k+l o(,,) n n-1+8 
(from (6) and (8)) 
ek 1 
ZZ- 
ecn, n(n - I+ e) 
[n’-n+nO] (from (10) and (11)) 
= ek/ec,) = rq. 
Thus rq =Cp rpRpq implying that {rp} is the stationary distribution. q 
4. Sampling 
Now suppose a sample of size r is taken from a population of size n evolving 
according to a stationary Moran model. It is important in practice to be able to 
describe the mutational history of such a sample. The natural way to do this is to 
randomly remove n - r branches from the set of trees that describe the population, 
then relabel the ‘reduced set of trees’ so as to be consistent with the permutation 
process. Equivalently, we can remove the branches one at a time and relabel after 
each branch is removed. 
Example 5. Suppose n = 5, r = 3, and p = (5 3 1)(4 2) (see Fig. 1 again). Let us first 
remove the branch labelled 4. That is, h,(p) = (4 3 l)(2)(5). Now remove the branch 
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Iabelled 3, to obtain h, 0 h,(p) = (3 l)(2)(4)(5). Each application of an h removes 
another branch and relabels the tree. We want to view this as a permutation in S3, 
which we can do by projection. 
Let -G, Z-r, . . . , Zr+, be independent random variables, Zi uniformly distributed 
overtheset{1,2,..., i}. Let rj : Sj + Sj_1 be the projection map. Let hp’ = rj * hk 
where hk : S, + Sj defined by (5). (For ease of notation, we are implicitly using the 
definition in (5) with n replaced by j; there should be no cause for confusion.) 
Define H”‘:S,+S, by 
H”‘= Q$,+l” 0 QJ+:’ * . . . 0 A$’ n- (12) 
We interpret H”‘(p) as the collection of trees one gets after randomly removing 
n - r branches from p, 
Theorem 2. If X is an S~-~~l~ed r~~d~rn variable with distributive 
P[X =pl= feq,,, if bl= k 
if the 2; are independent of X, and if q E S, and lq( = 1, then 
P[ H”‘(X) = q] = e’/ @(,, * (13) 
Proof. The proof is by backward induction on r. Let r= n - 1, and assume that 
qESn-l and lq)=l. Then 
P[H’“+“(X) = q] = P[h2”‘(X) = q] 
=CP[~&J)=~/X=~]P[X=~] 
P 
= ,l;+, PP!C’(p) =sl E+,Jmz f’[h!i%) = 415 
n ” 
=,F,~+,~~+,~,~~ 
=_A& [ “.‘:‘-.I n (from (10) and (11)) 
= e’/e,,-,). 
By induction suppose (13) is true for some r < n - 1. If q E S,_, and lqj= 1 then 
P[H “-“(X) = q] = P[h$! D H”‘(X) = q] 
= ,Fs P[h$,‘(p) = q/H”‘(X) =p]P[H”‘(X) =p] 
)I 
= ,f;, Pi%)‘(p) = claw”’ = PI 
I 
= @‘/ 4-1,. 
The last line follows by the same argument used in the r = n - 1 case and by the 
induction hypothesis. 0 
This theorem shows that the sampled trees have the same probabilistic structure 
as the trees associated with the entire (stationary) population. This may be viewed 
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as the analog of a theorem of Kelly (1979, Theorem 7.1) for the standard representa- 
tion of the Moran model. As a consequence, other sampling distributions associated 
with the Moran model (which arise when less detailed information about the process 
is recorded, such as its partition structure) follow readily by counting. For example, 
the cycle representation preserves the age structure of the types and so will yield 
an alternative derivation of Donnelly and Tavare’s (1986) age-ordered Ewens samp- 
ling formula. Further examples appear in Joyce and Tavare (1987). The present 
approach also gives alternative derivations for many of the sampling results described 
in Hoppe (1987) and Ewens (1990). 
5. The Moran model with no mutation 
When u = 0 (so there is no mutation in the model) the permutation-valued process 
{Xl??, m > 0) is defined as in (7), but since 8 = 0, Y,, Yz, . . . are now independent 
and identically distributed random permutations on S,, having distribution 
P[Y,=(nk)]=l/(n-l), k=l,...,n-1. (14) 
The interpretation of permutations as genealogical trees is just as before, but the 
process is no longer irreducible. From (14) it is clear that IX,,,1 is non-increasing in 
m, and that any limit distribution for the process must concentrate on C,, the set 
of p E S, comprising a single cycle. 
If we allow the process to start from any p E S,, then the fact that eventually it 
concentrates on C, corresponds to the observation that in such a process every 
individual can eventually be traced back to a common ancestor. If we suppose that 
X0 E C,, , then {X,, m 2 0) is an irreducible C,, -valued Markov chain, and the method 
of the proof of Theorem 1 applies immediately to show that the stationary distribution 
{rq} of the chain is given by 
r,=l/(n-l)!, qECn. (1% 
Thus the stationary measure is uniform on C,,, reflecting the reproductive symmetry 
in the model. 
Permutations have been used, implicitly or explicitly, to describe genealogy in 
several other places. Of particular relevance in the present context is the work of 
Harding (1971) and Tajima (1983), who implicitly used (15) to study the genealogy 
of neutral models. The method of this section may also be thought of as a forward-in- 
time version of Kingman’s coalescent (Kingman, 1982a), although the information 
contained in the two processes is somewhat different. 
6. The birth-death-immigration process 
Throughout this paper we have viewed a permutation as a representation of the 
history of the individuals in the population. In this section we look at the permuta- 
tion-valued description of the (linear) birth, death and immigration process. Like 
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the Moran model, a birth is represented by adding a branch to one of the remaining 
trees, an immigration is represented by starting a new tree, and a death is represented 
by removing one of the branches from an existing tree. 
Let {n(t), t 2 0) be the permutation-valued description of the birth and death 
process with immigration with birth rate 1, death rate p and immigration rate 8. 
Let I(t) be total number of individuals alive at time t. We will show that P[U( t) = 
Pl~(~)=4=~kl~(.), whenever 1 pi = k. The introduction of deaths makes the process 
quite a bit more complicated. In the birth with immigration process at the time of 
the nth transition there were n individuals alive in the process, and the entire history 
of the process was recorded in a single permutation. This is no longer the case with 
the birth-death process with immigration. 
It is well known that 
(16) 
where 
b, = 
exp(l -jk)t- 1 
exp(1 -p)t-P ’ 
Let r(p, q) be the transition rate from p to q. Note that if p E S,,, , q E S,,, then it 
follows from Lemma 8 of the appendix that C, DP4 = (n + 1)2 where DP4 = 
#{k: h p”‘(p) = q}. If (q( = k, then by Lemma 9 of the appendix, 
1 D,,=n+l. (17) 
Ipl=k+l 
So from the above 
, Ek qq=n(n+l). 
P 
Theorem 3. Let P,(t) = P[II( t) = p]. Then 
P,(t)=$(l-b,)“b:’ if IpI= k. 
Proof. Our method is to check the Chapman-Kolmogorov equations. 
Zr(~,q)P,(t)=-[n(CL+1)+Bl~(l-b,)~b: 
a 
0 k+l 
0 n-t, 
+,p,_Ck+,CLDpq(n+l)!(l-bb,) br 
ek 0 ntl 
+,P~kCLDpq(n+l)!(l-b,) bl 
ok 
+@I-I)! 
___ (I- b,)‘b;-’ 
=;(I-b,)Hb:’ -(n(p+l)+B)b, 
+ @ =b: C D,,+-b: 2 %+n . 
Ipl=k+l (n + 1) Ipl=k 1 
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From (17) it follows that the above is 
=$(l-b,)“b;-l[n(b,-l)(pb,-l)+Bb,(pb,-l), 
=$(l-b,)“b:-‘[(l-pb,)(n(l-b,)-Bb,)]. 
But 
k+l 
F’;(t) =; n(l- bJHb:-‘b$$ (I- b,)+‘b:b: 
+-b,)“b:-lb; n-3 
[ 1 1 - b, 
=!?(l_b,)ob;-lb; n(l;y)b-ebt 
f 1 
An easy calculation gives bi = (1 - pbr)( 1 - b,) so the above 
It follows that 
p;(t) =c r(p, q)P,(t), 
P 
and the proof is complete. 0 
The following corollary follows easily from (16) and the previous theorem. 
Corollary 4. 
P[lT(t)=pl~(t)=n]=ek/e(,,, ifPEts, and jpl=k. 0 
251 
Note that conditional on the number of individuals alive at time t, the distribution 
of I7( t) does not depend on time and has the same distribution as the birth process 
with immigration. See Joyce and TavarC (1987) and Tavare (1989) for related results. 
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It is straightforward to show that if the death rate is larger than the birth rate 
then the process has a limiting (and stationary) distribution, for if p > 1 then b, + p”’ 
as t-f co. Thus by the last corollary and (16), if p E S,, and IpI = k then 
We have therefore established that for p > 1: 
Corollary 5. 
7. The birth-death process 
We conclude with a short description of the linear birth-death process. Since there 
is no immigration, the natural state space for the birth-death process is the collection 
C of permutations containing a single cycle. It will once more be convenient to let 
C, denote the set of p E S,, comprising a single cycle. First, let us formally take the 
limit as 8 (the immigration parameter) goes to zero. Then from Corollary 4, 
$2 pIIn =Plw) = nl=&, if pE C,, 
and is 0 otherwise. Since (n - l)! is the number of cycles of length n, this indicates 
that given that n individuals are alive at time t, each of the (n - l)! states of the 
process is equally likely, independent of time t or the death rate p. While the lengths 
of the branches of the family tree for a birth-death process clearly depend on the 
birth and death rates, the symmetries in the history of the population are reflected 
in the fact that the phylogeny is independent of these rates (subject of course to 
the scalings used here). 
Let J(t) be the number of individuals alive at time t for a birth-death process. 
The distribution of J(t) is 
PIJ(t)=n]=(l-pb,)(l-b,)b:P’. 
If we let {n*(t), t z 0) be the C-valued description of the birth-death process, then 
it is intuitively clear that if n > 0 and p E C,, 
1 1 
p[n*(t)=~l=~~_~)!P[J(f)=nl=(~_~)!(l-CLb,)(l-b,)b:‘-‘. 
To give a precise proof of the above result one need only check the Chapman- 
Kolmogorov equations. Since the proof is almost identical to that of the birth-death 
with immigration case we omit it and just state the result. 
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Theorem 6. If {II*(t): t 3 0) is the C-valued description of the birth-death process 
andpe C,, n>O, then 
nn*(t) = PI = (n _ 1)! --+l-~b~)(l-bl)b:? 
If n = 0, then 
I’[I7*(t)=(O)]=pb,. 0 
Appendix 
This appendix contains proofs of the results in equations (10) and (11). The function 
hk( p) defined at (5) relabels the permutation p in a particular way. It will be 
convenient to reverse the relabelling. To do this we define a function which is in 
some sense an inverse to hk. 
Let gii : S, * S, be given by 
gu(P) = I (iAsj[~(p)ls~', is. JV Si[n^(p)]S;‘(ij), i2 j. (18) 
Let LP9 = #{(i, j): gy(p) = q}. It is clear that C, LP4 = n2. We now relate g, to hi. 
Lemma 7. (a) gpli[hi(p)l = P. 
(b) hi[gp8i( PII = n^( P).
Proof. (a) By the definition of g, given by (18), 
g,(hi(p)) = I (ij)sj[ti(hi(p))]sil, isj, si[ii(h,(p))]s;‘(ij), iaj. 
By (5) and (18) and the fact that fi( hi( p)) = hi(p) we get 
i 
(ip,)s,[(p, n)S;‘pSi]S;‘, pi < i, 
gp,i(hi(P)) = s,,[s,‘ps,i(n i)ls,‘(ipi), Pi’ i, 
Si[S;‘pSi]S;‘, pi = i. 
Case 1. pi < i: 
g~,~(h~(P))=(iP~)si(pin)s~‘p=(ipi)(ipi)p=P~ 
Case 2. pi > i: 
gp‘i(hi(P)) =psp,(n i)s;&‘(ipi) =p(ipi)(ipi) =P= 
Case 3. pi= it 
si[s;‘psi]s;’ =p. 
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(b) BY (9, 
hi(gpai(P)) = s,l[kTp,i(P)lsp,(n 4 Pi’ i, 1 
(Pi n)s~‘[~p~i(P)lsi~ Pi < i, 
s~‘[gp,i(P)lsi~ pi = i. 
Using (5) and (18) and the fact i+pi in g,,,(p), 
i 
(Pi n)sF'[(Pi i)%[n*(P)lSF’lSi, Pi<4 
hi(gp,i(P))= s,‘[s,~[~(P)ls,‘(Pii)ls,,(n 9, Pi’6 
~;‘hrn^(PM’l.% pi = i. 
Case 1. pi < i: 
hi(g,,i(P))=(Pin)si’(Pii)sin^(P)=(Pin)(Pin)n^(P)=n^(P). 
Case 2. pi> i: 
hi(gp,i(p)) = n*(Pls,‘(Pi ib,‘(n 4 = n^(P)(n i)(n 9 = n^(P). 
Case3. pi=i: 
hi(g,,i(p))=s,‘si[n^(p)]s,‘si=n*(p). Cl 
Lemma 8. C, Dpq = n2. 
Proof. 
Dp4 = #{k: h,(p) = G(q)} = #{k: p = g,,k(q)} (by Lemma 7). 
Note that j + i in the permutation gv(q), so if gv(q) =p then pj = i. Thus 
Dpq = #{k: P = gpkk(q)l = #-f(U): gu(q) = PI = L,, 
and so C, Dp4 = C, L, = n2. 0 
Lemma 9. 
c 
IP: IPl=l%s)l) 
D,, = n. 
Proof. If IpI = (G(q)1 then p must have a singleton cycle in order that Dpq # 0. The 
singleton can be any of the first n integers, and so 
c 
IP: lPl=ln^(q)l} 
Dpq = n. q 
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